ATATTCCTCAGCTCACGCAGTGAGCCCCCCACATTTGACACACTGACCCCCAACAAGAGG 60 

CATCCCTGCTCCAGCACCTCCAAGGTGCAAGAAGAACAACATCCCACGGACCAAAATCTC 120 

_H C_ 2 

CTGGAGACCCCTCTGTCGGTTCCTCTCCCTTTCCTCCTATCTGTCTTATCTTCAACCACT 180 

-K — B — E — Ei — C — B — C L a — L M svrsYvn* v 22 

CCCTATCCAGAAAGTCCACCATGACACCAAAACCCTCATCAACACCATTCTCACCACCAT 240 

PIOKVQDOTKTLXKTXVTRI 42 

CAATGACATTTCACACACCCACTCGGTATCCGCCAAGCAGAGCCTCACTCCCTTGGACTT 300 

H D I S H T _Q_ SV5AKQRVTCLDF 62 

CATTCCTGCGCTTCACCCCATTCTCAGTTTGTCCAACATGCACCACACTCTGCCAGTCTA 360 

I PGLHP XLSLSKMDQTLAVY 82. 

TCAACACGTCCTCACCACCCTGCCTTCCCAAAATGTCCTCCACATACCCAATCACCTCGA 420 

Q0VLTSLP3QNVLQIANDLE 102 

CAATCTCCGACACCTCCTCCATCTGCTGGCCTTCTCCAACACCTGCTCCCTCCCTCAGAC 4 80 

M L _JB_ DLLHLLAFSKSCSLPQT 122 

CACTCGCCTCCAGAACCCACACACCCTGGATGCCGTCCTCCAAGCCTCACTCTACTCCAC 540 

SCLQKPESLDCVLEASLYST 142 

ACACCTCGTGCCTTTGACCACCCTGCAGCGCTCTCTCCAGGACATTCTTCAACACTTCGA 600 

E VVALSRLQGS L Q D I LQQLD 162 

TGTTAGCCCTCAATCCTGAAGTTTCAAACGCCACCAGCCTCCCAAGAATCATGTAGAGGG 660 

V S P E C * 167 

AACAAACCTTGGCrTCCACCGGTCTTCACGAGAAGACAGCCATCTGCACACATCCATCAT 720 

TCATTTCTCTCCCTCCTGTACACCACCCATCCAAAGCCATGACTCCACAATCCTTGACTC 7 80 

AAGTTATCCACACAACTTCATGACCACAAGGAGGGGCCAGCCTGCACAGCGGACTCTCAC 840 

CTAGTTCTTCACCAACTAGACATAACACCCATCCCATCCCCTCCATGTCCCACCTGCTCC 90 0 

CCGTACATCTTCCTCCCTCGGTACACCCTTCGCTGCCGCCCAGGAGAGCTGAGGTAGCGA 960 

TGCGTAGACCCTTTCCGCTGTCTCACACTCTTTGGGACCACCCTGAACGCTCCATCCACA 1020 

CACACCTGCAAACTCCCAAGCAGCACACCATGCAAGCACTTATTTATTTATTCTCCATTC 1080 

TATTTTGGATGGATCTGAAGCAACGCATCAGCTTTTTCAGCCTTTGGGGGTCAGCCAGGA 1140 

TCAGGAAGCCTCCTGCCCTCCTCCTTTCAATCCTATTCATCCCTCTCCCCGAGGCAAACC 1200 

TAATTTTTGAGTGACTGGAAGGAACGTTCCGATCTTCCAAACAAGAGTCTATCCAGGTAG 1260 

CGCTCAAGATTCACCTCTCGTCACTGCTTTTGTTTCTATTCTCACTGACTCTATCCAAAC 1320 

ACCTTTGCAGCCGCATTCCCCCCACCATACGCTACGTTATTATCAAAACCACATGAATTT 1380 

TGTCAAGTCTAATATGTATCTATGTGCACCTGACCGTACAGGATCTGTTACACGCAGCGT 1440 

CAACCATCCGGAAGTGTTCTCTGAATTACATATCTCTGCTAGCCTTTTCTCAAACGCTGA 1 S00 

CGCATTTTCTTACCTCTCTGCCCACATACTCTCCCTTTCTCAAAACGACAAACGAGTTCA 1 S 60 

CTCTTTCCCCAACATTTCGACTCTACCACCCACCCTTGCACCCGCTAAAGCTACACGCCT 1620 

TTTCTTCCCATATTCCTCACCTCACCCAGTGACCGCCCCACATTTGAGACACTGAGCCCC 1680 

AACAAAAGGCTCCCTCGTCTACATCTCCAAGGTTCTCCAGCCTTGATCTCACAATCCGTT 1740 

TCTTAAGCACCTACACCTTTCCATCCCAATATCTGCTTCTCATCTGATTCCTTCATCCAA 1800 

ACTAGAACCCTCTCTCCCACCCATTCTCTCCCCACTTTTGTTCCAGTGGCAATCAGAAAT 1 8 60 

CACTTACCACATCCTCCTCACCCCTCCGCCAGCACTCCTGACCAAGTGCCAGCGCCCCAC 1920 

CCCAGGCTGCCACAATTCCCCTTCCCCCTGCACGATGAACAAACCGCCTTCCGTTTTTCC 1980 

ATCACCCCTCCACCCTATCTCACC ATCAAACTCCCCCCCACATCACTGACACGACACTTC 204 0 

ATCGAAACCAATACACTTTAACACTGACCACACTTTCCTCCTCAGCTCTGTCTCCTGCTC 2100 

TGACCTAGAGAACCTCACCACATACATATAAAAATCACACCCTCATCTCCCTGTCCTTAG 2160 

ACCCTACTCGCGCCGGTGTACTCCACCACACCACCACCCCACCCCTCGAACTACACTCCT 2220 

GTCTTCAACACGTCTCAAAGAACCTCACCTGACCCTCACACTCCCCACCCCAACCCTGCT 2280 

TGCACTCTATTCCATTTACATACCCCATTTCACCCCACATTACCATCCACTCCTATCCTA 2340 

CCACACTCTTCACAATACCACAAGGGATACGGGTTCACTATCCCTTATCCAAAATGCTTC 2400 

CGACTAGAACAGTTTTCCATTTTACACTCTTTTCACCCATAGGTATATrrCACTATATAT 2460 

AAAATCACATATCTTCGCCATCCCCCCCAACTATAAACATCAACTTCATTTATATTTCAT 2520 

AATACCCTATACACACTCCTTCAACTCTACTTTTATACACTGTTTTAAATAACCTTCTAT 2580 

GCATCAAACACGTTTTTACAGCATGAACCTCTCTACTCATGCCACCACTCAAAAACCTTG 2640 

CG4.il 1 1GGA6CACTTTCCATCTTCCCTTTTCTCTTAAGACATGCTTACCTTATACCTAA 2700 

AACCATAATCGCAAACACCCTCCACCACCACACTGCATCCTCAGCCCTCAACTCTCCCCT 2760 

TCCAGCCAGGTCATACCCTGTCGACGTCAGCGGCATCAGGTTTTCTGCTGCTAAGACACC 2820 

ACTTCCACCTACATTTTCCACCATCTCACCCC 2 8 S2 



(0-1-0*1 CXP CsU^ 2 of 3 )) 



---G--GTTG CAAGGCCCAA GAAGCCCA- -TCCTGGGAA GGAAAATGCA 
TTGGGGAACC CTGTG - CGGA TTCTTGTGGC TTTGGCCCTA TCTTTTCTAT 
GTCCAAGCTG TGCCCATCCA AAAAGTCCAA GATGACACCA AAACCCTCAT 
CAAGACAATT GTCACCAGGA TCAATGACAT TTCACACACG CAGTCAGTCT 
CCTCCAAACA GAAAGTCACC GGTTTGGACT TCATTCCTGG GCTCCACCCC 
ATCCTGACCT TATCCAAGAT GGACCAGACA CTGGCAGTCT ACCAACAGAT 
CCTCACCAGT ATGCCTTCCA GAAACGTGAT CCAAATATCC AACGACCTGG 
AGAACCTCCG GGATCTTCTT CACGTGCTGG CCTTCTCTAA GAGCTGCCAC 
TTGCCCTGGG CCAGTGGCCT GGAGACCTTG GACAGCCTGG GGGGTGTCCT 
GGAAGCTTCA GGCTACTCCA CAGAGGTGGT GGCCCTGAGC AGGCTGCAGG 
GGTCTCTGCA GGACATGCTG TGGCAGCTGG ACCTCAGCCC TGGGTGCTGA 
GGCCTTGAAG GTCACTCTTC CTGCAAGGAC T-ACGTTAAG GGAAGGAACT 
CTGGTTTCCA GGTATCTCCA GGATTGAAGA GCATTGCATG GACACCCCTT 
ATCCAGGACT CTGTCAATTT CCCTGACTCC TCTAAGCCAC TCTTCCAAAG 
G 
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Mouse MCWRPLCRFL WLWSYLSYVQ AVPIQKVQDD TKTLIKTIVT RINDISHTQS 

* ** * * * 

Human MHWGTLCGFL WLWPYLFYVQ AVPIQKVQDD TKTLIKTIVT RINDISHTQS 



50 



Mouse VSAKQRVTGL DFIPGLHPIL SLSKMDQTLA VYQQVLTSLP SQNVLQIAND 

* — - — * * 

Human VSSKQKVTGL DFIPGLHPIL TLSKMDQTLA VYQQILTSMP SRNVIQISND 



100 



Mouse LENLRDLLHL LAFSKSCSLP QTSGLQKPES LDGVLEASLY STEWALSRL 
_ * ** ***- * * 

Human LENLRDLLHV LAFSKSCHLP WASGLETLDS LGGVLEASGY STEWALSRL 



150 



Mouse QGSLQDILQQ LDVSPEC 
_ * - * 

Human QGSLQDMLWQ LDLSPGC 



167 



1 

1$ 

31 

4G 

61 

76 

91 

106 

121 

136 



Met Cy B T rp Arj Pro Leu Cys Arg Phe L«u Trp Leu Trp S er Tyr 
Leu Ser Tyr Val Gin Ala Val Pro He Cln Lys Val Gin Asp Asp 
Thr Ly 3 Thr Leu He Lys Thr Ile Val ^ ^ Jle ^ ^ ^ 
Ser Hi3 Thr Ser Val Ser Ala Lys Gin Arg Val Thr Gly Leu Asp 
Phe lie pro Gly Leu His Pro Xle Leu Ser Leu Ser Lya Met Asp 
Gin Thr Leu Ala Val Tyr Cln Gin Val Leu Thr Ser Leu Pro' Ser 
Oln Aan val Leu Gin He Ala Asn Asp Leu Glu Asn Leu Arg Asp 
Leu Leu His Leu Leu Ala Phe Ser Lys Ser Cys Ser Leu Pro Gin 
Thr Ser Gly Leu Cln Lys Pro Glu Ser Leu Asp Gly Val Leu dlu 
Ala Ser Leu Tyr Ser Thr Glu Val Val Ala Leu Ser Arg Leu q 
151 Cly ser Leu Gin Asp He Leu Gin Gin Leu Asp Val Ser Pro 1. 

166 cys End 



(Xu 



i 

1 Met His Trp Gly Thr Leu Cys Gly Phe Leu Trp Leu Trp Pro Tyr 

16 Leu Phe Tyr Val Gin Ala Val Pro lie Gin Lys Val Gin Asp Asp 

31 Thr Lys Thr Leu ile Lys Thr 11© Vol Thr Arg Xla Asn Asp lie 

46 Ser His Thr Ser Val Ser Ser Lys Gin Lya Val Thr Ciy Leu Asp 

61 Phe lie Pro Gly Leu His Pro lie Leu Thr Leu Ser Lys Met Asp 

76 Cln Thr Leu Ala Val Tyr Gin Gin Xle Leu Thr Ser Met Pro Ser 

91 Arg Asn Val lie Gin lie Ser Asia Asp Leu Glu Asn Leu Arg Asp 

106 Leu Leu His Val Leu Ala Phe Ser Lya Ser Cya His Leu Pro Trp 

121 Ala Ser Gly Leu Glu Thr Leu Asp Ser Leu Gly Gly Val Leu Glu 

136 Ala Ser Gly Tyr Ser Thr Glu val Val Ala Leu Ser Arg Leu Gin 

151 Gly Ser Leu Gin Asp Met Leu Trp Gin Leu Asp Leu Ser Pro Gly 

166 Cys End I 



* +10 +20 > +30 +40 

: : k '. GTGCAAGAAG AAGAAGATCfc CAGGGCAGGA AAATG TGfcTG GAGACCCCTG 

; •; ^ < ■ 

;.;-^'%;.CACJ3TTCTTC TTCTTCTAGG GTCCCpTCCT TTTACACGAC CTCTGGGGAC 

'M^^^ ; -'^h?r-f +1 ° +20 +30 +40 

t ^k^^1tctcgggtcc ngtggntttg gtcctatctg tcttatgtnc aagcagtgcc 
;s^sfc-acagcccagg ncaccnaaac caggatagac agaatacang ttcgtcac0g" 

rip^: - ■ ■ +10 +20 ? +30 7 +40 

> , ; \ /' . : . TATCCAG AAA GTCCAGGATG ACACCAaE^G ICCTCATCA^gI ACCATTGTCA 

^10 1^— 4 p. M- ' m 

: ^ ATAGGTCTTT CAGGTCCTAC) TGTGGTTTTC GGAGTAGTTC TGGTAACAGT 
+10 +20 +30 +40 

( 5^V^NCAGGATCAC TGANATTTCA CACACG 

? 

; i wK? : v" A NGTCCTAGTG ACTNTAAAGT GTGTGC 
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Adrenal 
Brain 
Fat 
S. Int. 

Hypoth. 

Kidney 

Lung 

Liver 

Pancreas 

Spleen 

Stomach 
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V white fat 



brain 

small intestine 

stomach 

pancreas 

lung 

testis 

heart 

spleen 

liver 
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T7 premolar primer *693^-1 

— ^ 

T7 promoter 



lac operator 



ACAfCTCaATCCCGCGAAATTAAT^WCTCACUTAGGCGAATTGTOAftCOOArAACAATTCCCcT^iAATAiJTTTTarTT^CITTAAGAiraA 

gpa1102 l mrombin' T7 terminator 

— 

77 lernilnalor prim«r #69337- 1 
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To" 
-L 



20 

-L 



30 



1 



5 1 



GGTTGCAAGG CCCAAGAAGC CGATCCTG GG AAGGAAAATg CATTGGGGAA 
6,0 7| 0 ^0 



CCCTGTGCGG ATTCTTGTGG CTTTGGCCCT ATCTTTTCTA TGTCCAAGCT 
110 120 1|0 ljO i^o 



GTGCCCATCC AAAAAGTCCA AGATGACACC AAAACCCTCA TCAAGACAAT 
170 280 ^i£W* 190 200 



ieo 



J. 



TGTCACCAGG ATCAATGACA TTTCACACAC GpTAAGGAGA GTATGCGGGG 
2 1° 2J0 230 240 250 



ACAAAGTAGA ACTGCAGCCA GCCCAGCACT GGCTCCTAGT GGCACTGGAC 
260 270 280 2?0^ 7 °* I 3~ i 



CCAGATAGTC CA ACAAACAT TTATTGAACG CCTCCTGAAT CZrrArzr.rurr 

350 



1 ^3^0 



310 



320 



330 



340 



TACTGCAAGC TGAGAAGGAT TTTCGATAGC ACAGGCCTCC ACTCTTTCTG 
3|0 3|0 38,0 390 400 



GTTGTTTCTT NTGGCCCCCT CTGCCTGCTG AGATNCCAGG GGTTAGNGGT 
4jr0 420 430 440 450 



TCTTAATTCC TAAA- 
460 

Jl 



44C 



3! 



470 4|0 4J0 5j>0 



GGTTCTTTCA GGAAGAGGCC ATGTAAGAGA AAGGAATTGA CCTAGGGAAA 
5J° 5J0 S?0 540 550 



ATTGGCCTGG GAAGTGGAGG GAACGGATGG TGTGGGAAAA GCAGGAATCT 

590 600 



560 

JL 



570 
J_ 



580 



CCGAGACCAG CTTAGAGGCT TGGCAGTCAC CTGGGTGCAG GANACAAGGG 
6 1° 620 630 6|0 650 



31 



CCTGAGCCAA AGTGGTGAGG GAGGGTGGAA GGAGACAGCC CAGAGAATGA 
6 f° 670 6^0 6^0 7Q0 



CCCTCCATGC CCACGGGGAA GGCAGAGGGC TCTGAGAGCG ATTCCTCCCA 
7 |0 7^0 <fr 7 |° ^ 7 ^0 750 



CATGCTGAGC ACTT GTTCTC CCTCTTCCTC CTNCATA^CA GTCAGTCTCf! 
>& *3 P 7 f° 7 ]0 750 790 8Q0 



770 

-L 



7|0 



790 



aoc 



TCCAAACAGA AAGTCACCGG TTTGGACTTC ATTCCTGGGC TCCACCCCAT 
BIO 8?0 8?0 840 650 



3JC 



820 



BjtO 



CCTGACCTTA TCCAAGATGG ACCAG AC AC T GGCACTCTAC CAACAGATCC 
»f0 8 70 8§0 890 900 



I! 



390 



TC ACCAG TAT GCCTTCCAGA AACGTGATCC AAATATCCAA CGACCTGGAG 



920 



930 

-L 



940 



950 



AACCTCCGGG ATCTTCTTCA CGTGCTGGCC TTCTCTAAGA GCTGCCACTT 
9€0 970 980 



!i 



990 



GCCCTGGGcC AGTCGCCTGG ACACCTTGGA CACCCTGGGG GGTGTCCTGG 



10£0 



l -l 10 



1020 



1030 



1040 



AAGCTTCAGG CTACTCCACA GAGGTGGTGG CCLTGAGCAG GCTGCAGGGG 



1 050 



1060 



1070 



10£0 



1 09 0 



1100 



TCTCTGCAGG ACATGCTGTG GCAGCTGGAC CTCAGCCCTG GGTGCTGAGG 
X1 - 10 «£0 1140 ^1^50 



CCTTGAAGGT CACTCTTCCT GCA AGGACTA CGTTAAGGGA AGGAACTCTG 
1 V° ^i 80 1150 1200 



ireo 



GcTTc^AggTATCTCCAggA TTfiA&gAGCA TTGCATGGAC ACCCCTTATC 



1210 



54 



1230 



1240 



CAGGACTCTG TCAATTTCCC TGACTCCTCT AAGCCACTCT TCCAAAGG 



1 2^50 



MOUSE OB STRUCTURE 
1st ex 1st intr 2nd ex 

-J//////////^_ATG_ 

start 



2nd intr 
J///////////L 



3rd exon 



_TGA 



stop 



HUMAN OB STUCTURE 

1st exon 1st intr 
ATG. ////////////_ 



start 



2nd exon 



_TGA_ 
stop 
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